Six dinucleotide, three trinucleotide and seven tetranucleotide microsatellite loci developed for the great tit Parus major are presented. Thirty individual birds were screened at each locus. Loci were polymorphic (four to 19 alleles per locus). These markers provide a system to study paternity, genetic diversity in natural populations, gene flow, dispersal and inbreeding.
Microsatellites have become one of the most important tools for studying paternity, genetic diversity in natural populations, segregation and linkage of loci in families, gene flow, dispersal and inbreeding. In this report, we describe the isolation of 16 microsatellite DNA loci in Parus major and the development of appropriate polymerase chain reaction (PCR) primers.
Genomic DNA from blood cells of 50 great tit individuals was isolated using the Wizard Genomic DNA Isolation Kit (Promega, Switzerland). The DNA was pooled (50 µ g in total) and sent to the Genetic Identification Services (GIS, http:/ /www.genetic-id-services.com ; Chatsworth, California, USA), to develop four enriched microsatellite libraries containing inserts with (CA) n (GA) n (TGA) n and (TAGA) n repeats, respectively (Peacock et al . 2002) . Cloning and sequencing procedures were as previously described (Binz et al . 2000) . Primers for amplification of microsatellite loci were designed with the help of primer 3 software (Rozen & Skaletsky 1996, 97) . Genomic DNA from 30 individual great tits originating from three different populations around Bern, Switzerland, was isolated using the Wizard Genomic DNA Isolation Kit (Promega, Switzerland). PCR reactions were carried out in a 10-µ L volume containing 10 m m Tris-HCl (pH 8.3), 50 m m KCl, 2.5 m m MgCl 2 , 0.25 U of Ampli Taq Gold DNA Polymerase (Applied Biosystems, Rotkreuz, Switzerland) 200 µ m dNTPs, 0.5 µ m of locusspecific fluorescent-labelled forward primer (fluorescent dyes were 6-FAM, HEX and NED) and nonlabelled reverse primer (see Table 1 ). Between 5 and 50 ng of genomic DNA were used as template.
PCR cycling parameters were the following (in a Geneamp 9700 Thermocycler, Applied Biosystems): 10 min at 95 ° C, 33 cycles at 95 ° C for 30 s, 57 ° C for 30 s and 72 ° C for 75 s, followed by a final step at 72 ° C for 7 min. Fluorescent PCR fragments were visualized by capillary electrophoresis on an ABI 3100 Genetic Analyser (Applied Biosystems).
All 16 loci analysed were polymorphic and their characteristics are summarized in Table 1 . Heterozygosity values were calculated using the cervus software package (Marshall et al . 1998 ). The allele frequencies of all loci except PmaGAn28 did not deviate significantly from Hardy-Weinberg equilibrium ( P < 0.05) when using the exact test provided in the genepop version 3.1d (Raymond & Rousset 1995) . For the locus PmaGAn28, only one allele per individual was detected in females whereas males where mostly heterozygous. When correcting the female genotypes of the locus PmaGAn28 with null alleles in the cervus software, allele frequencies corresponded to HardyWeinberg equilibrium, indicating that the observed significant deviation from Hardy-Weinberg equilibrium detected by the exact test is probably due to a presence of null alleles in females (Table 1) . These may be located on the W chromosome, as this occurs in the female and not in the male birds. All 16 loci tested positive for mendelian segregation in three families analyzed. 190, 192, 202, 204, 206, 208, 228 0.400* 0.812 
